
vcrA_Dmc_Q69GM4 1 --------------MSKFHKTISRRDFMKGLGLAGAGIGA------VAASAPV-FHDIDE
tceA_Dmc_Q9KIP5 1 -M------------SEKYHSTVTRRDFMKRLGLAGAGAGALGAAVLAENNLPHEFKDVDD
bvcA_Dmc_Q5YD55 1 --------------MHNFHCTISRRDFMKGLGLAGAGIGA------ATSVMPN-FHDLDE
cprA_Ddh_Q9XD04 1 ----------MENNEQRQQTGMNRRSFLKVG-------AAATTMGVIGAIKA--PAKVAN
prdA_Dsp_Q3LHG0 1 -MDREKENT-LDQKEEKRSVGISRRNFFKASGIAAGVAALG----LVTKSQPV-YAGQES
rdhA_Dha_B8FVX4 1 -M----------------KMNLDRRSFLKASLVSVAAVAAASAAAAKETFAPL-TAEAAE
pceA_Dha_Q8GJ31 1 -M-----------------GEINRRNFLKVSILGAAAAAVASASAVKGMVSPL-VADAAD
cprA_Dch_Q8RQC9 1 -MTRSGKMEKLKKNEESKALSINRRNFLKIG-------AATTAMGLIGAVKSS-SQVAAA
cprA_Dha_P81594 1 ----------MENNQKRQQSGMSRRSFLKVG-------AAATTMGVIGAIKA--PAKVAN
pceA_Smu_W6EQP0 1 -M------------EKKKKPELSRRDFGKLIIGGGAAVTIAPFG-VPGANAAEKEKNAAE
Rdh_Fer_pl 1 -----------------------------------------------WENHPL-------
Thor_SMTZ145 1 -MYVKTDLC-DSSKCTIECLGACQQ--------------------IHGDDSPL-SIQE-N
Thor_MP11T 1 -MYVKSNLC-DSSKCDFECLYACQR--------------------IHGEDPPL-SIQQDN
Thor_AB 61 LMFVRTDTC-DPSSCNHECLDACRR--------------------VHGDESPL-SFQEGP
Thor_SMTZ183 1 -MQVLEDLC-KPDKCDRECVEACIQ--------------------QHGRNAPL-RFADGD
Thor_MP8T 1 -MYISKTLC-NPQVCKYECRTACSQ--------------------IHGDDSPL-GFGKES
Thor_MP9T 1 -MYISKTLC-NPQVCKYECRTACSQ--------------------IHGDDSPL-GFGKES
Thor_Baja 1 -VIIDKDLC-DPRKCNQACVVACQR--------------------IHGENAPL-IYTQGA
Loki_Baja2 1 -MNKNQN-----------------------------------------------------
Loki_GC14_1 1 -M----------------------------------------------------------
Loki_GC14_2 1 -M----------------------------------------------------------
Loki_Baja3 1 -MKKASDI----------------------------------------------------
consensus 61 m i rr f k g lkg pl a

cluster (Thor 3)

RR Sec. signal

vcrA_Dmc_Q69GM4 40 LVSSEANS------------------------------------------TKDQPWYVKH
tceA_Dmc_Q9KIP5 48 LLSAGKAL-----------------------------------EGDHANKVNNHPWWVTT
bvcA_Dmc_Q5YD55 40 VISAASAET----------------------------------SSLSGKSLNNFPWYVKE
cprA_Ddh_Q9XD04 42 AAETMNYV-----------------------------------PGPTNARSKLRPVH---
prdA_Dsp_Q3LHG0 54 ESAIVNF---------------------------------------AVQEVDQSPYNLP-
rdhA_Dha_B8FVX4 43 IIAPIRE-------------------------------------------TAEFPYQV--
pceA_Dha_Q8GJ31 42 IVAPITE-------------------------------------------TSEFPYKV--
cprA_Dch_Q8RQC9 52 ATDTLNYV-----------------------------------PGRKSQNSKLHPEH---
cprA_Dha_P81594 42 AAETLNYV-----------------------------------PGSGKIRSKLRPVH---
pceA_Smu_W6EQP0 47 IRQQFAM-------------------------------------------TAGSPIIV--
Rdh_Fer_pl 7 ------------------------------------------------------------
Thor_SMTZ145 37 RYPIINLEKCTRCLACVRDCPLGAIVIN----QMPHKSA-QLSEIGVNKTTEYCPYDV--
Thor_MP11T 38 SQPKINHETCTKCLSCIRECPLEAIIIE----ERQVEDS-KPSRMRTFRMTGYFPYQV--
Thor_AB 99 DHPVINLETCTVCLACVRVCPLDAIKAE----RATTEGPIDAVEASAFHVSDYVPYEV--
Thor_SMTZ183 38 RFPTIENG-CTICLACVRECPYGAITSSFADGHLKRRNV-GARGHRRPRIM-LRPYEA--
Thor_MP8T 38 LYPVIDEGTCTECLACVRACPLNAISIS----EHPDTFPEPIPPPPVAPISSERPYEV--
Thor_MP9T 38 LYPVIDEGTCTECLACVRACPLNAISIS----EHPDTFPEPIPPPPVAPISSERPYEV--
Thor_Baja 38 HALTYNLGRCTECLSCLRACTKGAITAS----KISTKKT-SASSEHDSELS-IHPYEV--
Loki_Baja2 7 --------------------------------------------------QKEYPYKI--
Loki_GC14_1 2 -------------------------------------------------------YAI--
Loki_GC14_2 2 -------------------------------------------------------YEI--
Loki_Baja3 8 -------------------------------------------------------YEL--
consensus 121 m t py v

cluster (Thor 4)

vcrA_Dmc_Q69GM4 300 LNKRTGGI---AGAGSYTVYKDFARVGTLVQMFIKYLGYHALY--WPIGWG-PGGCFTTF
tceA_Dmc_Q9KIP5 335 RFKYAHSI--PMDPCSCIAYPLFTEVEARIQQFIAGLGYNSMG--GGVEAWGPGSAFGNL
bvcA_Dmc_Q5YD55 306 RFKRSLGW--SLDASSMIAYPQMAFNGGRVQTFLKALGYQGLG--GDVAMWGPGGAFGVM
cprA_Ddh_Q9XD04 225 TMWASTGYDGISGAMSMQSYFTSGCIAVIMAKYIRTLGYNARXHHAKNYEA-IMPVCIMA
prdA_Dsp_Q3LHG0 244 MLKYAPTT--LSEATVGTEYSQMAESAGKMAEFIRGLGYNAIP--MGNDAS-LSVPIAID
rdhA_Dha_B8FVX4 320 AYRTAPSV--LQGAAPGKSYSNMGEVAYKVASFLREIGYNAVP--SGNDTG-MSVPIAVQ
pceA_Dha_Q8GJ31 320 AIRTSPSV--ISSATVGKSYSNMAEVAYKIAVFLRKLGYYAAP--CGNDTG-ISVPMAVQ
cprA_Dch_Q8RQC9 236 TTLASTGYDGISGAQSFKGYHATGNIAVILAQYIRNLGYNARAHHARNYGA-VMPPAVIA
cprA_Dha_P81594 225 TMWASTGYDGISGAMSMKSYFTSGCIAVILAKYIRTLGYNARAHHAKNYEA-IMPVCIMA
pceA_Smu_W6EQP0 266 MMQTAPNS--MACATTAFCYSRMCMFDMWLCQFIRYMGYYAIP--SCNGVG-QSVAFAVE
Rdh_Fer_pl 87 M-----------QGDIAFGYSKMAIVAGSLAEFLRALGFTA--------------PYAIS
Thor_SMTZ145 236 AIATSPSF--TSSAATALGYSIMAFVEVELAAFIQRLGYNAMS--CGNNVS-LSVPQAID
Thor_MP11T 237 AIATSPTF--TSSAATALGYSTMAFIEVELAAFIQRLGYNAIT--CGNDVS-LSVPQAID
Thor_AB 299 AIATSPAF--ASSAAVGFGYSSMAFVEIELAAFIQRLGYRAMT--SGNDVS-LSVPQAID
Thor_SMTZ183 239 GISTSPAF--PSALSTAVGYSKMAFVEIELTAFIRRLGFRAVP--CGNDIA-LSVPLAID
Thor_MP8T 238 AIATSPTF--TSAAATGLGYSKMAFIEAELASFIRRMGYNAMT--CGNEVG-LSVPLAID
Thor_MP9T 238 AIATSPTF--TSAAATGLGYSKMAFIEAELASFIRRMGYNAMT--CGNEVG-LSVPLAID
Thor_Baja 233 GLAASPAF--AAQAASSIGYSKMAFVEIQLSSLIRRMGYHAIA--CGNDVA-LSVPLAID
Loki_Baja2 191 AISTAPAQ--QAAAAASIAYSKMAFVTSCLGEFIRNMGYKALQ--CGNDTG-LSIPLAID
Loki_GC14_1 181 AISTAPAQ--PAAAAASLGYSKMAFIISCLGEFIRNLGYRAIQ--CGNDTA-LSIPLAID
Loki_GC14_2 181 SISTAPAQ--PAAAAASLAYSKMAFTISCLGEFIRNLGYRAIQ--CGNDTA-LSIPLAVD
Loki_Baja3 176 GINCAPTF--LEFASAGLGYSKMSFTIACMAQFIRNLGYTALP--CANDTA-LSIPLAID
consensus 541 ai tspgw sgaasgigYskmafv v la fir lGynal cgndmg lsvpiaid

vcrA_Dmc_Q69GM4 354 DGQGEQGRTG-AAIHWKFGSSQRGSERVITDLPIAPTPP---IDAGMFEFCKTCYICRDV
tceA_Dmc_Q9KIP5 391 SGLGEQSRVS-SIIEPRYGSNTKGSLRMLTDLPLAPTKP---IDAGIREFCKTCGICAEH
bvcA_Dmc_Q5YD55 362 SGLSEQGRAA-NEISPKYGSATKGSNRLVCDLPMVPTKP---IDAGIHKFCETCGICTTV
cprA_Ddh_Q9XD04 284 AGLGELSRTGDCAIHPRLGYRHKVA-AVTTDLPLAPDKP---IDFGLLDFCRVCKKCADN
prdA_Dsp_Q3LHG0 299 AGLGELGRHG-LLVHPEYGSSVRIS-KVLTDLPIAPDKP---ISFGAAEFCRTCMKCAEA
rdhA_Dha_B8FVX4 375 AGLGEAGRSG-QLITQKYGPRVRIA-KVYTDLELVPDKP---INIGAREFCRLCLKCADV
pceA_Dha_Q8GJ31 375 AGLGEAGRNG-LLITQKFGPRHRIA-KVYTDLELAPDKP---RKFGVREFCRLCKKCADA
cprA_Dch_Q8RQC9 295 AGLGELSRTGDSTIHPRMGFRHKVA-AVTTDLPLEPDKP---IDFGLQDFCRICGKCAEN
cprA_Dha_P81594 284 AGLGELSRTGDSAIHPRLGFRHKVA-AVTTDLPLAPDQP---LDFGLLDFCRVCKKCADN
pceA_Smu_W6EQP0 321 AGLGQASRMG-ACITPEFGPNVRLT-KVFTNMPLVPDKP---IDFGVTEFCETCKKCARE
Rdh_Fer_pl 122 AGLGEYSRMG-LLITKKFGPRVRL--KVFTDTPLKADKP---VRFGVYEFCLKCKKCAEK
Thor_SMTZ145 291 AGLGQYGRHG-ILITKQYGPRVRIA-KVLTDMPLLRDYPDENFCKAVVRFCETCKKCATT
Thor_MP11T 292 AGLGQYGRHG-ILITKQYGPRVRIA-KVLTNMPLLRDYPDENFCKAVIRFCETCEKCAKT
Thor_AB 354 AGLGQYGRHG-LLITKEFGPRVRIA-KVLTDMPLQRDYPDEGFCKSVIRFCETCEKCATT
Thor_SMTZ183 294 AGLGQYGRHG-LLITKEYGPRVRLA-KVLTDMPLLPDCPDTGFCEAVLRFCETCEKCAHH
Thor_MP8T 293 AGLGQYGRHG-LLISKPYGPRIRIA-KVLTDMPLIPDSPDLDFCRAVVRFCETCERCAQM
Thor_MP9T 293 AGLGQYGRHG-LLISKPYGPRIRIA-KVLTDMPLIPDSPDLDFCRAVVRFCETCERCAQM
Thor_Baja 288 AGLGQYGRHG-LLITKEYGPRVRLA-KILTDMPLIPDKPDKGFCDSVIRFCKTCKRCAKD
Loki_Baja2 246 AGLGGLGRIG-LLVTPEFGPRVRIA-KIFTNMPLKSDNPNIKFIEKLKKYCKNCTKCAEA
Loki_GC14_1 236 AGLGALGRLG-LLITPEYGPRVRIC-KVFTDLPLISDEVNKDFIHKVENFCKRCSKCANA
Loki_GC14_2 236 GGLGALGRLG-LLITPEFGPRVRIC-KIFTDLPLISDKPNEKFINKIAEFCKTCLKCAKS
Loki_Baja3 231 AGLGALGRIG-ILITKDFGPRIRLC-KVLTDMPLEEDEPDIDFINKINDTCTNCQRCADA
consensus 601 aGlge gR g llitp yGprvria kvltdlplvpdkp f gvlefCktC kCad

cluster 1
vcrA_Dmc_Q69GM4 410 CVSGGVHQEDEPTWDS---GNWWNVQGYLGYRTDWSGCH---------NQCGMCQSSCPF
tceA_Dmc_Q9KIP5 447 CPTQAISHE-GPRYDS---PHWDCVSGYEGWHLDYHKC----------INCTICEAVCPF
bvcA_Dmc_Q5YD55 418 CPSNAIQVG-PPQWSN---NRWDNTPGYLGYRLNWGRC----------VLCTNCETYCPF
cprA_Ddh_Q9XD04 340 CPNDAITFDEDPIE----------YNGYLRWNSDFKKCTEFRTTNEEGSSCGTCLKVCPW
prdA_Dsp_Q3LHG0 354 CPSESISKDKDPSDKV---ACASNNPGMKKWYVNTWTCLNQWVENG--GGCNICLSACPY
rdhA_Dha_B8FVX4 430 CPAQAISHVKDPWVLQPEDCTPSENPYTEKWQFDSQRCLSFFAYNG--GDCGSCIAVCSW
pceA_Dha_Q8GJ31 430 CPAQAISHEKDPKVLQPEDCEVAENPYTEKWHLDSNRCGSFWAYNG--SPCSNCVAVCSW
cprA_Dch_Q8RQC9 351 CPGEAITTDRDHVE----------FNGYLRWNSDMKKCAVFRTTNEEGSSCGRCMKVCPW
cprA_Dha_P81594 340 CPNEAISFDEDPIE----------YNGYLRWNSDFRKCTEFRTTNEEGSSCGTCMKVCPW
pceA_Smu_W6EQP0 376 CPSKAITEG-PRTFEG---RSIHNQSGKLQWQNDYNKCLGYWPESG--GYCGVCVAVCPF
Rdh_Fer_pl 176 CPAKAIP----PSWK-------------YKWHVDVEKC-EYWCKSG--NLGCVCVRVCPY
Thor_SMTZ145 349 CPSQSIPYGKEQTWSG---NSPSNNPGIKKWYINVERCYGFWVDNG--SECSNCIRSCPY
Thor_MP11T 350 CPSQSIPYGKEQSWSG---NSISNNPGMKKWYVNVDSCYGFWIDNG--SECSNCIRSCPY
Thor_AB 412 CPSQSIPYGKEQTWEG---TTISNNPGIKKWYVEVESCYGFWVENG--SDCSNCIRSCPY
Thor_SMTZ183 352 CPSQSIPSGTLRTWAG---ATRSNNPGIKKWYVNPETCYGFWMDNG--SDCSNCIRSCPY
Thor_MP8T 351 CPSKSIPFGKERTLKG---KTISNNSGIKKWYVNVETCYGFWIENG--SECSNCIRSCPY
Thor_MP9T 351 CPSKSIPFGKERTLKG---KTISNNSGIKKWYVNVETCYGFWIENG--SECSNCIRSCPY
Thor_Baja 346 CPSQSIPYDKEQSWKG---TSKSNNPGVKKWYVDVESCYDFWVQNG--GECSNCIRSCPY
Loki_Baja2 304 CEVNAIPEEKNPTWNR---QSISNNSEALKYYVNVEKCFEFWVENS--SDCGKCIAACPF
Loki_GC14_1 294 CETKAITEEREPSFKG---KNISNNSGIKKYYINAEKCFEFWIENS--SDCGSCIAACPF
Loki_GC14_2 294 CETNAISKEVQPSFKG---NNISNNSGIKKYYTDAEKCFEFWIKNS--SDCGSCIATCPF
Loki_Baja3 289 CDFGAISNNDSPTYQP---YSKSNNSGTKKWYVDVEKCYDGWVHYS--SDCAKCIKACPF
consensus 661 Cpsqaip ekeptw g tvsnnpgmkkwyvdvekCy fwveng sdcgnCiksCpy

cluster 2

Aminoacids binding to chlorinated compounds

Corronoid binding sites

conserved Fe-S cluster binding sites


